Acinetobacter baumannii has emerged as an important nosocomial pathogen worldwide. Here, we present the draft genome of the first multidrug-resistant A. baumannii isolate, sampled from a tertiary hospital in Mexico City. This genome will provide a starting point for studying the genomic diversity of this species in Mexico.
cinetobacter baumannii, a Gram-negative coccobacillus, has surfaced as one of the leading causes of hospital-acquired infections in recent years (1, 2) . Remarkably, many strains of this species have multidrug-resistant phenotypes showing resistance against most antibiotic classes (2). Ever since the publication of the first genome sequence of an A. baumannii isolate a considerable amount of genome sequences have been published. As of 23 November 2015, there are slightly over 30 complete genomes and more than a thousand draft genomes publically available. However, none of them has come from Mexico. Here, in order to start exploring the genome diversity of this species in Mexico, we report the first genome sequence of the Mexican isolate A. baumannii Mex11594, hereinafter referred to as Mex11594.
Mex11594 was isolated on 17 June 2011 at the Instituto Nacional de Cancerología (Mexico's National Institute of Oncology), a tertiary hospital located in Mexico City, from pleural fluid of a male patient. Multilocus sequence typing (the Oxford scheme) on this strain revealed that it belongs to the sequence type (ST) 231 (3). According to the PubMLST database (4), isolates sharing this ST have been found in Argentina, Brazil, France, Germany, the Netherlands, and United States, implying that this ST is not exclusive to Latin America. The Mex11594 genome was sequenced using an Illumina MiSeq platform with a 300-bp library (250-bp paired-end reads). The sequencing run produced 1,631,060 reads that were assembled into a preliminary assembly using Velvet version 1.2.10 (5) and SPAdes (6) . In order to improve our assembly, we used Consed version 23.0 (7) for gap closure, assembly editing, and error correction. The improved assembly yielded 12 contigs and had a total size of 3,745,499 bp, with an N 50 of 684,685 bp, an average coverage of 41ϫ and a GϩC content of 39.03%. Given the number of contigs, the N 50 , and the average coverage, we are confident that this is a good assembly that should be helpful for future comparative genome analysis. Our improved assembly suggested the existence of several plasmids, which was corroborated via an Eckhardt gel analysis (8) . The chromosome was composed of 8 contigs and had an estimated size of 3,700,249 bp.
The draft genome was annotated by means of the Rapid Annotations Using Subsystems Technology (RAST) (9) server, which predicted 3,488 coding sequences, 772 of them hypothetical proteins. Ten rRNAs and 51 tRNAs were identified. This is a multidrug-resistant isolate (10) , as it has molecular determinants conferring resistance to at least 3 different types of antibiotics. For instance, this isolate is nonsusceptible to meropenem and imipenem (carbapenems), tobramycin (aminoglycosides), levofloxacin (fluoroquinolones), and ceftazidime and ceftriaxone (cephalosporins) to name but a few.
Further and more extensive comparative analysis of this and other Mexican isolates will help to unveil the genomic diversity (as well as the genetic components conferring the multidrug-resistant phenotypes) of this bacterial pathogen in Mexico and Latin America and, hence, to better understand its worldwide diversity.
Nucleotide sequence accession number. The A. baumannii MEX11594 genome sequence was deposited in GenBank under the accession number LQXZ00000000.
